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ctcgctcctctcctacttggataactgtggtaattctagagctaatacatgccgacgggc 6 0 

gctgacccccttcgcgggggggatgcgtgcatttatcagatcaagaccaacccggtcagc 12 0 

ccctctccggccccggccggggggcgggcgccggcggctttggtgactctagataacctc 18 0 

gggccgatcgcacgccccccgtggcggcgacgacccattcgaacgtctgccctatcaact 24 0 

t tcgatggtagt cgccgtgcctaccatggtgaccacgggtgacggggaatcagggt t cga 3 0 0 

ttccggagagggagcctgagaaacggctaccacatccaaggaaggcagcaggcgcgcaaa 3 60 

ttacccactcccggaggtggcggcggcgccatcttggcgaaggggggatcaggaagtgcg 42 0 

gaccgcggcggcggcggcggcggcggcggcggcggagcccggagcgcaggccggaggctc 4 80 

ccggcccgccggccccggagcggagcggagcggaggatgcagcagccgcagccgcagggg 540 

cagcagcagccggggccggggcagcagc t ggggggccagggggcggcgccgggggccggg 600 

ggcggcccaggggggggcccggggccggggccctgcctgaggcgagagctgaagctgctc 660 

gagtccatcttccaccgcggccacgagcgcttccgcattgccagcgcctgcctggacgag 72 0 

ctgagctgcgagtt cctgc tggctggggccggaggggccggggcgggggccgcgcccgga 7 80 

ccgcatctccccccacgggggtcggtgcctggggatcctgtccgcatccactgcaacatc 84 0 

acggagtcataccctgctgtgccccccatctggtcggtggagtctgatgaccctaacttg 90 0 

gctgctgtcttggagaggctggtggacataaagaaagggaatactctgctattgcagcat 96 0 

ctgaagaggatcatctccgacctgtgtaaactctataacctccctcagcatccagatgtg 102 0 

gagatgctggatcaacccttgccagcagagcagtgcacacaggaagacgtgtcttcagaa 108 0 

gatgaagatgaggagatgcctgaggacacagaagacttagatcactatgaaatgaaagag 1140 

gaagagccagctgagggcaagaaatctgaagatgatggcattggaaaagaaaacttggcc 1200 

atcctagagaaaattaaaaagaaccagaggcaagattacttaaatggtgcagtgtctggc 1260 

tcggtgcaggccactgaccggctgatgaaggagctcagggatatataccgatcacagagt 1320 

ttcaaaggcggaaactatgcagtcgaactcgtgaatgacagtctgtatgattggaatgtc 1380 
aaactcctcaaagttgaccaggacagcgctttgcacaacgatctccagatcctcaaagag 1440 
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aaagaaggagccgacttcattctacttaacttttcctttaaagataactttccctttgac 1500 
ccaccatttgtcagggttgtgtctccagtcctctctggagggtatgttctgggcggaggg 1560 
gccatctgcatggaacttctcaccaaacagggctggagcagtgcctactccatagagtca 162 0 
gtgatcatgcagatcagtgccacactggtgaaggggaaagcacgagtgcagtttggagcc 168 0 
aacaaatctcaatacagtctgacaagagcacagcagtcctacaagtccttggtgcagatc 174 0 
cacgaaaaaaacggctggtacacacccccaaaagaagacggctaaccctggagtatcacc 18 0 0 
cttcctccctccccaggcaccactggaccaattacctttgaatgctgtatttggatctca 18 6 0 
cgctgcctctgtggttccctccctcatttttcctggacgtgatagctctgcctattgcag 192 0 
gacaatgatggctattctaaacgctaaggaaaaaaaacaaacacagaactgtttcaagta 198 0 
ctcaagactgacttacagaccaaccaaccaccttgctggaacccttgctagcaggcattc 2 04 0 
ttataaaagaaactttcgagcctccttatattgctggaaactcagctgtgctccagacta 2100 
gagcctccttacctatgctatggatttttaatttattttctcttatttcatgtacactgc 2160 
tttttttggttacagtgtatgatggatgtgtatgaaaaaaatgtatctttgggaaaacaa 222 0 
tt acagtt tgt taat t tgaaaaaaaaaaaaaaaa 2 2 8 0 

(SEQ ID NO:1) 
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CTCGCTCCTCTCCTACTTGGATAACTGTGGTAATTCTAGAGCTAATACATGCCGACGGGC 
GCTGACCCCCTTCGCGGGGGGGATGCGTGCATTTATCAGATCAAGACCAACCCGGTCAGC 
CCCTCTCCGGCCCCGGCCGGGGGGCGGGCGCCGGCGGCTTTGGTGACTCTAGATAACCTC 
GGGCCGATCGCACGCCCCCCGTGGCGGCGACGACCCATTCGAACGTCTGCCCTATCAACT 
TTCGATGGTAGTCGCCGTGCCTACCATGGTGACCACGGGTGACGGGGAATCAGGGTTCGA 
TTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAA 
TTACCCACTCCCGGAGGTGGCGGCGGCGCCATCTTGGCGAAGGGGGGATCAGGAAGTGCG 
GACCGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGAGCCCGGAGCGCAGGCCGGAGGCTC 
CCGGCCCGCCGGCCCCGGAGCGGAGCGGAGCGGAGGATGCAGCAGCCGCAGCCGCAGGGG 

MQQPQPQG 
CAGCAGCAGCCGGGGCCGGGGCAGCAGCTGGGGGGCCAGGGGGCGGCGCCGGGGGCCGGG 
QQQPGPGQQLGGQGAAPGAG 
GGCGGCCCAGGGGGGGGCCCGGGGCCGGGGCCCTGCCTGAGGCGAGAGCTGAAGCTGCTC 
GGPGGGPGPGPCLRRELKLL 
GAGTCCATCTTCCACCGCGGCCACGAGCGCTTCCGCATTGCCAGCGCCTGCCTGGACGAG 
ES I FHRGHERFRIASACLDE 
CTGAGCTGCGAGTTCCTGCTGGCTGGGGCCGGAGGGGCCGGGGCGGGGGCCGCGCCCGGA 
LSCEFLLAGAGGAGAGAAPG 
CCGCATCTCCCCCCACGGGGGTCGGTGCCTGGGGATCCTGTCCGCATCCACTGCAACATC 
PHLPPRGSVPGDPVRIHCNI 
ACGGAGTCATACCCTGCTGTGCCCCCCATCTGGTCGGTGGAGTCTGATGACCCTAACTTG 
TESYPAVPPIWSVESDDPNL 
GCTGCTGTCTTGGAGAGGCTGGTGGACATAAAGAAAGGGAATACTCTGCTATTGCAGCAT 
AAVLERLVDIKKGNTLLLQH 
CTGAAGAGGATCATCTCCGACCTGTGTAAACTCTATAACCTCCCTCAGCATCCAGATGTG 
LKRIISDLCKLYNLPQHPDV 
GAGATGCTGGATCAACCCTTGCCAGCAGAGCAGTGCACACAGGAAGACGTGTCTTCAGAA 
EMLDQPLPAEQCTQEDVSSE 
GATGAAGATGAGGAGATGCCTGAGGACACAGAAGACTTAGATCACTATGAAATGAAAGAG 
DEDEEMPEDTEDLDHYEMKE 
GAAGAGCCAGCTGAGGGCAAGAAATCTGAAGATGATGGCATTGGAAAAGAAAACTTGGCC 
EEPAEGKKSEDDGIGKENLA 
ATCCTAGAGAAAATTAAAAAGAACCAGAGGCAAGATTACTTAAATGGTGCAGTGTCTGGC 
ILEKIKKNQRQDYLNGAVSG 
TCGGTGCAGGCCACTGACCGGCTGATGAAGGAGCTCAGGGATATATACCGATCACAGAGT 
SVQATDRLMKELRDIYRSQS 
TTCAAAGGCGGAAACTATGCAGTCGAACTCGTGAATGACAGTCTGTATGATTGGAATGTC 
FKGGNYAVELVNDSLYDWNV 
AAACTCCTCAAAGTTGACCAGGACAGCGCTTTGCACAACGATCTCCAGATCCTCAAAGAG 
KLLKVDQDSALHNDLQILKE 
AAAGAAGGAGCCGACTTCATTCTACTTAACTTTTCCTTTAAAGATAACTTTCCCTTTGAC 
KEGADFILLNFSFKDNFPFD 
CCACCATTTGTCAGGGTTGTGTCTCCAGTCCTCTCTGGAGGGTATGTTCTGGGCGGAGGG 
PPFVRVVS PVLSGGYVLGGG 
GCCATCTGCATGGAACTTCTCACCAAACAGGGCTGGAGCAGTGCCTACTCCATAGAGTCA 
AICMELLTKQGWSSAYSIES 
GTGATCATGCAGATCAGTGCCACACTGGTGAAGGGGAAAGCACGAGTGCAGTTTGGAGCC 
V I M Q I SATLVKGKARVQFGA 



FIG. 2B 



AACAAATCTCAATACAGTCTGACAAGAGCACAGCAGTCCTACAAGTCCTTGGTGCAGATC 
NKSQYSLTRAQQSYKSLVQI 
CACGAAAAAAACGGCTGGTACACACCCCCAAAAGAAGACGGCTAACCCTGGAGTATCACC 
HEKNGWYTPPKEDG* 

CTTCCTCCCTCCCCAGGCACCACTGGACCAATTACCTTTGAATGCTGTATTTGGATCTCA 
CGCTGCCTCTGTGGTTCCCTCCCTCATTTTTCCTGGACGTGATAGCTCTGCCTATTGCAG 
GACAATGATGGCTATTCTAAACGCTAAGGAAAAAAAACAAACACAGAACTGTTTCAAGTA 
CTCAAGACTGACTTACAGACCAACCAACCACCTTGCTGGAACCCTTGCTAGCAGGCATTC 
TTATAAAAGAAACTTTCGAGCCTCCTTATATTGCTGGAAACTCAGCTGTGCTCCAGACTA 
GAGCCTCCTTACCTATGCTATGGATTTTTAATTTATTTTCTCTTATTTCATGTACACTGC 
TTTTTTTGGTTACAGTGTATGATGGATGTGTATGAAAAAAATGTATCTTTGGGAAAACAA 
TTACAGTTTGTTAATTTGAAAAAAAAAAAAAAAA 



FIG. 3 



MQQPQPQGQQ 


QPGPGQQLGG 


QGAAPGAGGG 


PGGGPGPGPC 


40 


LRRELKLLES 


IFHRGHERFR 


IASACLDELS 


CEFLLAGAGG 


80 


AGAGAAPGPH 


LPPRGSVPGD 


PVRIHCNITE 


SYPAVPPIWS 


120 


VESDDPNLAA 


VLERLVDIKK 


GNTLLLQHLK 


RIISDLCKLY 


160 


NLPQHPDVEM 


LDQPLPAEQC 


TQEDVSSEDE 


DEEMPEDTED 


200 


LDHYEMKEEE 


PAEGKKSEDD 


G I GKENLAI L 


EKIKKNQRQD 


240 


YLNGAVSGSV 


QATDRLMKEL 


RDIYRSQSFK 


GGNYAVELVN 


280 


DSLYDWNVKL 


LKVDQDSALH 


NDLQILKEKE 


GADFILLNFS 


320 


FKDNFPFDPP 


FVRWSPVLS 


GGYVLGGGAI 


CMELLTKQGW 


360 


SSAYSIESVI 


MQISATLVKG 


KARVQFGANK 


SQYSLTRAQQ 


400 


SYKSLVQIHE 


KNGWYTPPKE 


DG 




422 


(SEQ ID N0:2) 











FIG. 4 



RATLld6 

T21349_F25H2 . 8_Cel 
AAF45767 EG:25E8 Dr 



RATLld6 

T21349_F25H2 . 8_Cel 
AAF4 576 7_EG : 2 5E8_Dr 



RATLld6 

T2134 9_F2 5H2 . 8_Cel 
AAF4 5 76 7_EG : 2 5E 8_Dr 
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RATLld6 BLAST results/alignment w/ Drosophila protein 

>GCGPROT: 04 6 06 8 EG:2 5E8.2 PROTEIN. 
Length =3 94 

Score = 369 bits (936) , Expect = e-101 

Identities = 194/403 (48%) , Positives = 265/403 (65%) , Gaps = 51/403 (12%) 
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RATLld6 BLAST results/alignment w/ C. elegans protein 

>GCGPROT:Q93 571 F25H2.8 PROTEIN. 
Length = 471 

Score = 317 bits (805) , Expect = 6e-86 

Identities = 178/397 (44%), Positives = 247/397 (61%), Gaps = 49/397 (12%) 

Query: 41 LRRELKLLES I FHRGHERFRI ASACLDELSCEFLLAGAGGAGAGAAPGPHLPPRGSVPGD 100 

L+ ++++LE +F + H RF+I SA +DELS +F+ A G 
Sbjct: 7 LKEDIQVLEKLFPKNHNRFQILSASVDELSMKFINAENKG 46 

Query: 101 PVRIHCNITESYPAVPPIWSVESDD-PNLAAVLERLVDIKKGNTLLLQHLKRIISDLCKL 159 

+ + NI E+YP PPIW ESDD P + L+RL + ++ +T +L + R++SDLC 
Sbjct: 47 -IIVTANIQENYPRQPPIWFSESDDVPVIGMSLQRLTETEE-STNILHQVHRLVSDLCSF 104 

Query: 160 YNL PQHPDVE MLDQPLPAEQCTQEDVSSEDEDEEMPEDTE 199 

YNL P D++ +P+ + +V +DE+EE ED + 

Sbjct: 105 YNLQMPCELPQIAPPVRDDIDEGRGSDISDTTSEPIDDDMAGDGEVDDDDEEEEDDEDAD 164 

1= 

(□Query: 200 -DLDHYEMKEEEPAEGKKSEDDGIGKENLAILEKIKKNQRQDYLNGAVSGSVQATDRLMK 258 

□ D++ EM EE+P D G+ KE L +L+K+ K RQ +L+G V GS+ ATDRLMK 

Q Sbjct: 165 GD I E I VEMAE ED PT S QHD VGVS KEGLDMLDKVS KINRQQHLDGKVQGS I TATDRLMK 221 

-Query: 259 ELRDIYRSQSFKGGNYAVELVND-SLYDWNVKLLKVDQDSALHNDLQILKEKEGADFILL 317 
E+RDI+RS+ FK G Y EL + +LY W +KL KVD+DS L D++ LK+ D +L 

% Sbjct: 222 E I RD I HRSEHFKNGI YTFELEKE ENL YQWWI KLHKVDEDS PLFEDMKKLKKDHNQDHLLF 281 

f Query: 318 NFSFKDNFPFDPPFVRWSPVLSGGYVLGGGAICMELLTKQGWSSAYSIESVIMQISATL 377 

M= +F+F + FP DPPFVRW+P ++ G+ VLGGGAI CMELLTKQGWSSAYS I ES I+QI+ATL 

P Sbjct: 282 SFTFNEKFPCDPPFVRWAPHINQGFVLGGGAI CMELLTKQGWSSAYS I ESCILQ I AATL 341 

Til 

ip Query: 3 78 VKGKARVQFGA-NKSQYSLTRAQQSYKSLVQIHEKNG 413 

VKG+AR+ F A + S YS+ RAQQS+KSL QIH K+G 
l! Sbjct: 342 VKGRARISFDAKHTSTYSMARAQQSFKSLQQIHAKSG 378 
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Relative Expression of RATL1d6 
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